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[Key to Figure 1 :] 
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Figur = Figure 
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Figuf 2 




[Key to Figure 2:] 
Figur = Figure 

Fibrille, isoliert aus Bakterium = Fibrilla, isolated from the bacterium 
Oben: EM-Aufnahme = Above: EM image 
Unten: Nachzeichnung = Below: Copy 
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m$ 

VtktorpBCF? (Clotttech): 

Ssr<?X STOP ScoRX 

CAC OAS CTG TAC AAG A GC G<3C CGC GAC TCT AGA ATT CCA 

CTG CTC GAC ATG TTC ATT TCG COO GCG CTG AGA TCT TAA GOT 

B«GI-ScMttetd)c: BcoKJ-SdmittSielle; 

T OXACA C AATTC 

ACATO T CTTAA <3 

Syniheucsfc fccrgssstclltcs Otfj^snukicotid zur Eiufcloiiicmos dcs Hls-Tag* m den Vefetan 

S'BaxGX BaxGX Bca&J 3» 

G TAC AAG CTT CAT CAC CAT CAC CAT CAC 2M CTG TAC AAG TAAO 

TTC GAA OTA CTG GTA GTG GTA CTG ATT GAC ATG TTC ATTCTTAA 
3' 5» 

Ergcbols: ?EGF?(m$) 
6*2) 

Vektor pEGPP(Ht$): 



GCC TGC AGG ACC ATO GTG 

CGG ACQ TCC TCG TAC CAC 

Ps&SchmtisUile: Ncol-Schjatlstcllc: 

CTOCA G C CATGG 

G AOGTC GGTAC C 



Fcsiormtdfcn turn EF-Tu-Gca: 

StertEF-Tu Start EGFP 

5 * p*g tl fiindm HcoX 3 • 

ACT AGC TGC AGC ATG TOT AAA CTG CGC AAG CTT ACC ATG GTG 

TGA TCG ACG TOO TAC AGA TTT GAC CCG TTC GAA TGfG TAC CAC 

Thr-Ser-Cys-Ser-Mafc-Ser-fcyxj- Leu-Gly-tiye-2^QU- Thr-Kot-Val 



[Key to Figure 3:] 
Vektor = Vector 
Schnittstelle = Interface 

Synthetisch hergestelltes Oligonukleotid zur Einklonierung des His-Tags in den Vektor = 
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Synthetically produced oligonucleotide for cloning the His tag in the vector 
Ergebnis = Result 

Fusionsstellen zum EF-Tu-Gen = Fusion points in the EF-Tu gene 



4/15 



(a3) 

ACT A3C TCC AOC GCT AAG CCG CTC 03C TOC AA<* CST ACC ATQ CTCO 

T3A TCO ACS3 TOS CGA TIC CGC <3AC COG ACS TTC QAA TCG 7AC CAC 

tfhr - Scr-Cys- Scr-AJ & - Lys - Pro Leu -Gly- Cy© - fcys - l,e^-Thr -Mat-Val 



[Key to 4/15:] 

Fusionsstellen zum Domane 3 = Fusion points in domain 3 
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[Key to 5/15:] 

Sequenz des Konstrukts EF-Tu-GFP-His im Vektor pEGFP = Sequence of the construct EF-Tu- 

GFP-His in the vector pEGFP 
Vektor = Vector 
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[Key to 6/15:] 
Vektor = Vector 
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Ribosomen-Bindungsstelle = Ribosome binding site 
Ampicillin-Resistenz-Gen = Ampicillin resistance gene 
Klonierungsstellen = Cloning sites 
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WO 2004rtK*$CW> PCT/EW0&WW706* 

8/15 

The sequence contains four silent mutations ( ) that are clearly present according 

to sequence analysis: 

(1) To be: TAT, Is: TA -> Tyr; codon usage (entire E. coli genome) is changed from 16.2 to 
12.2 

(2) To be: TAC, Is: TA -> Tyr; codon usage (entire E. coli genome) is changed from 12.2 to 
16.2 

(3) To be: GCA, Is: GC -> Ala; codon usage (entire E. coli genome) is changed from 20.1 to 
33.6 

(4) To be: ATT, Is: AT -> lie; codon usage (entire E. coli genome) is changed from 30.3 to 
25.1 (frequency per thousand) 
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PCT/EP20ri3/»07O68 
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[Key to 9/15:] 

Sequenz des Konstrukts Domane 3 von EF-Tu-GFP-His im Vektor pEGFP (Clontech) (SEQ ID 
No: 2) (b2) = Sequence of the domain-3 construct of EF-Tu-GFP-His in the vector 
pEGFP (Clontech) (SEQ ID No: 2) (b2) 

Vektor = Vector 

Domane = Domain 
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[Key to 10/15:] 
Vektor = Vector 
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WO 20tl4/D05506 PCT/£P2©a3/D07063 
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[Key to 11/15:] 

Sequenz: Lac-Promotor = Sequence: Lac-promoter 
Ribosomen-Bindungsstelle = Ribosome binding site 
Ampicillin-Resistenz-Gen = Ampicillin resistance gene 
Klonierungsstellen = Cloning Sites 

[last sentence:] The sequence contains a silent mutation ( ), which is clearly present 

according to the sequence analysis: 

To be: ATT 5 Is: AT -> He; codon usage (entire E. coli genome) is changed from 30.3 to 25.1 
(frequency per thousand) 
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[Key to Figure 7:] 
Figur = Figure 

Domane 3 von EF-Tu = Domain 3 of EF-Tu 



This Page is Inserted by IFW Indexing and Scanning 
Operations and is not part of the Official Record 



Defective images within this document are accurate representations of the original 
documents submitted by the applicant. 

Defects in the images include but are not limited to the items checked: 

□ BLACK BORDERS 

□ IMAGE CUT OFF AT TOP, BOTTOM OR SIDES 



Uf FADED TEXT OR DRAWING 

□ BLURRED OR ILLEGIBLE TEXT OR DRAWING 

□ SKEWED/SLANTED IMAGES 

□ COLOR OR BLACK AND WHITE PHOTOGRAPHS 

□ GRAY SCALE DOCUMENTS 

□ LINES OR MARKS ON ORIGINAL DOCUMENT 

□ REFERENCE(S) OR EXHIBIT(S) SUBMITTED ARE POOR QUALITY 

□ OTHER: 

IMAGES ARE BEST AVAILABLE COPY. 
As rescanning these documents will not correct the image 
problems checked, please do not report these problems to 
the IFW Image Problem Mailbox. 



BEST AVAILABLE IMAGES 




